Supplementary Fig. S1 . Partial base peak chromatogram (Gaussian smoothed) of the HPLC-ESI/MS analysis of intact polar lipids in the extract of strain AArcel5T. Peak labels: PGP-Me = phosphatidylglycero-phosphate methylester, PG = phosphatidylglycerol, GL-PG = phosphatidylglycose, 2GL = diglycosyl, and PGP = phosphatidylglycerophosphate. Double or multiple peaks are due to the presence of the polar head group with both the archaeol core (C20-C20 dialkyl glycerol ether) and the extended archaeol core (C20-C25) as well as their unsaturated homologs. Table S1 . Pairwise distances matrix, based on percentage of rpoB' nucleotide sequence identities of all validly published species of Natrialbaceae family. Species, forming monophyletic groups (see the Fig. S2 ) are in bold. Intra-genus percentages of identities of genera, which species forming monophyletic group are in bold and underlined. Inter-genus percentages of identities of genera, which species forming monophyletic group are in bold only. Supplementary Fig. S2 . rpoB' gene Maximum Likelihood phylogenetic tree of all validly published species of Natrialbaceae family. Natrobiforma cellulotropha strains AArcel2 and AArcel5 T are in bold. GTR model (G + I, 4 categories) was used to infer this tree. Totally 62 sequences including KJ870934.1 Halomarina oriensis JCM 16495 as an outgroup with 1830 positions were involved in the analysis. All positions with less than 95% site coverage were eliminated. The used alignment of all rpoB' gene sequences is forllowing the tree. Totally 62 sequences were aligned using MAFFT v7 (G-INS-i method).

